Single-crystal X-ray study T = 173 K Mean (C-C) = 0.004 Å Disorder in main residue R factor = 0.032 wR factor = 0.078 Data-to-parameter ratio = 12.2 For details of how these key indicators were automatically derived from the article, see http://journals.iucr.org/e.
(KBr, cm À1 ): 3396 (w), 2939 (s), 2837 (w), 1740 (s), 1668 (s), 1508 (s), 1380 (m), 1213 (m); 1 H NMR (CDCl 3 , p.p.m.): 3.8 (s, 6H, OCH 3 -), 3.92 (s, 2H, CH 2 -), 4.89 (s, 2H, CH 2 -), 6.49 (s, 1H, ArH-), 6.92 (s, 1H, ArH-); 13 C NMR (CDCl 3 , p.p.m.): 39.2 (t, C2, CH 2 -), 42.3 (t, C4, CH 2 -), 59.1 (q, C42, C52, OCH 3 -), 116 (s, C11, C-C-), 117.2 (d, C13, ArCH-), 119.4 (d, C16, ArCH-), 141.1 (s, C12, C-Br-), 145.1 (s, C15, C-O-), 146.8 (s, C14, C-O-), 167.9 (s, C3, C C-), 168.2 (s, C1, C O). Analysis calculated for C 12 H 12 BrNO 4 S: C 41. 63, H 3.49, N 4.05%; found: C 41.67, H 3.48, N 4 
The thiazolidine-2,4-dione ring is disordered about an approximate twofold rotation axis running through atom N1 and the CH 2 -S bond. The ratio of site-occupation factors of the disordered atoms refined to 0.740 (5):0.260 (7) . The atoms of the minor component were refined isotropically. Corresponding bond lengths and angles in the two disordered groups were restrained to be equal. H atoms (excluding those of the methylene group in the thiazolidine-2,4-dione ring) were located in a difference map. All H atoms were geometrically positioned and refined with fixed individual displacement parameters [set at 1.2U eq of the parent atom (1.5U eq for methyl groups)] using a riding model, with C-H distances ranging from 0.95 to 0.99 Å . In addition, the torsion angles about the methyl groups were refined.
Data collection: X-AREA (Stoe & Cie, 2001); cell refinement: X-AREA; data reduction: X-AREA; program(s) used to solve structure: SHELXS97 (Sheldrick, 1990) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 1997); molecular graphics: XP in SHELXTL-Plus (Sheldrick, 1991) ; software used to prepare material for publication: SHELXL97 and PLATON (Spek, 2003) .
Figure 1
Perspective view of the title compound with the atom numbering; displacement ellipsoids are drawn at the 50% probability level.
supporting information sup-1 Acta Cryst. (2005) . E61, o655-o656 supporting information Acta Cryst. (2005) . E61, o655-o656 [https://doi.org/10.1107/S1600536805004137] Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
3-(2-Bromo
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 0.0353 (13) 0.0208 (11) 0.0171 (9) 0.0012 (9) 0.0090 (9) 0.0013 (7) S1 0.0307 (7) 0.0365 (6) 
